Background {#Sec1}
==========

Sustaining proliferative signaling and activating invasion and metastasis are two important malignant hallmarks of human cancer \[[@CR1]\], which also can be observed in ovarian cancer,especially in advanced ovarian cancer. Extensive disseminated growth and distant metastasis in the pelvic and abdominal cavity are the most important malignant biological characteristics of advanced ovarian cancer. Target therapy, cell cycle regulator and immunotherapy methods, like PARP and CDK4/6 inhibitors and PD-1 or PD-L1 antibodies, are effective complements of Platinum-based combination chemotherapy after cytoreductive surgery and new exciting therapeutic ways to prolong the survival time for chemoresistance and recurrence ovarian cancer patients \[[@CR2]--[@CR4]\]. However, ovarian cancer still is the most lethal gynecological malignancy \[[@CR5]\]. Inhibition of malignant abilities, like endless proliferation and activating invasion and metastasis, seems to be the fundamental way to solve this troublesome problem in ovarian cancer. Therefore, explore the molecular mechanism of malignant growth and metastasis might provide new therapy strategies for ovarian cancer.

MicroRNAs (miRNAs), earliest discovered non-coding RNAs, are well demonstrated to be implicated in the cell proliferation, invasion and metastasis of almost all types of human cancers \[[@CR6]\]. Emerging evidences showed upregulation of miR-338-3p could target different downstream genes and signaling pathways to inhibit malignant cells proliferation, migration and invasion in rectal cancer, gastric cancer, lung cancer, neuroblastoma and liver cancer, which indicated miR-338-3p might be associated with the initiation and progression of these human cancers \[[@CR7]--[@CR11]\]. Only few researches involved in the relation between miR-338-3p and ovarian cancer. One study indicated miR-338-3p could inhibit the proliferation and metabolism of ovarian cancer, and the other showed miR-338-3p could suppress growth of ovarian epithelial carcinoma cells by targeting Runx2 \[[@CR12], [@CR13]\]. We previously reported miR-338-3p was decreased and negatively related with MACC1 (MET transcriptional regulator MACC1) in epithelial ovarian cancer tissues \[[@CR14]\]. Thence, the roles of miR-338-3p involved in ovarian cancer still need more research.

In present study, we overexpressed miR-338-3p, MACC1, one 3′-untranslated regions (UTRs) binding target gene of miR-338-3p, and its regulated gene MET in ovarian cancer cells respectively to explore the effects on proliferation, epithelial to mesenchymal transition (EMT) and downstream pathways in vitro and in vivo, and to elaborate the roles of miR-338-3p in the growth and metastasis of ovarian cancer.

Methods {#Sec2}
=======

Biomedical database query {#Sec3}
-------------------------

Multiply biomedical databases, including dbDEMC \[[@CR15]\], cBioPortal \[[@CR16]\], OncomiR \[[@CR17]\], miRTargetLink \[[@CR18]\], TargetScan Human \[[@CR19]\], microT-CDS \[[@CR20]\], miRpathDB \[[@CR21]\] and miRTarBase \[[@CR22]\] were queried to examine the expressions of miR-338-3p in ovarian cancer tissues and to filter its possible target genes.

KEGG pathways enrichment analysis {#Sec4}
---------------------------------

ENCORI database (Previous version named starBase database, <http://starbase.sysu.edu.cn/>) was used to perform Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways enrichment analysis for miR-338-3p, MACC1 and Met to filter downstream regulation pathways.

Cell culture and reagents {#Sec5}
-------------------------

The ovarian cancer cell lines SKOV3, OVCAR3 and A2780 were obtained from China Center for Type Culture Collection (CCTCC) and OVCAR8 cells were obtained from American Type Culture Collection (ATCC), which were cultured in DMEM or RPMI 1640 medium. Immortalized human ovarian epithelial cells SV40 were obtained from Applied Biological Materials Inc. (Richmond, Canada) and cultured in Prigrow I medium (Abm, Richmond, Canada). Mentioned cell culture mediums were supplemented with 10% fetal bovine serum (FBS) and 1% Penicillin/Streptomycin (Hyclone; Logan, UT). HEK293FT cells were purchased from Thermo Fisher Scientific Inc. (Waltham, Massachusetts, USA) and cultured in DMEM medium with 10% FBS, 0.1 mM non-essential amino acids, 6 mM L-glutamine, 1 mM Sodium Pyruvate and 1% Pen-Strep. All cells were maintained in 5% Carbon dioxide, 37.0 °C and 95% humidity incubator. Cells were cleared of mycoplasma contamination.

Wnt/Catenin beta signaling inhibitor IWP-2 and MEK/ERK signaling inhibitor UO126 were purchased from Beyotime Biotechnology (Shanghai, China).

Lentiviral vectors and cell transfection {#Sec6}
----------------------------------------

Lentiviral miRNA control vectors, which were used to construct miR-338-3p overexpression lentivectors and were sequenced by RiboBio (Guangzhou, China), MACC1 and Met overexpression and control lentivectors were obtained from Abm Inc. (Richmond, Canada). All lentivectors were packaged in HEK293FT cells by lentivirus packaging mix (Abm, Richmond, Canada) following the protocol of manufacturer. Lentivectors were purified and transfected into OVCAR3 and OVCAR8 cells with polybrene, stable pools of transfected cells were selected with 5 μg/ml puromycin.

Real time PCR {#Sec7}
-------------

Cell total RNA were isolated by Trizol reagent (Invitrogen, Carlsbad, Calif., USA), 2 μg total RNA were used to reverse-synthesize cDNA template following the TaqMan MicroRNA Reverse Transcription kit instructions (Applied Biosystems Co., Ltd. USA) for SYBR Green PCR (Takara, Dalian, China) assay. The PCR primers and reaction conditions were produced as described previously, and expression of miR-338-3p was normalized to U6 \[[@CR14]\]. Each PCR experiment was performed for three times independently, and the relative expression value was expressed by 2^-ΔΔCt^ method.

Western blot {#Sec8}
------------

The antibodies used in Western blot assay were glyceraldehyde 3-phosphate dehydrogenase (GAPDH, AF0006), Met (AF0120), proliferating cell nuclear antigen (PCNA, AF0261), MMP2 (AF0234), E-cadherin (AF0138), Cytokeratin7 (AF0129), N-cadherin (AF0243), Vimentin (AF0318), Catenin beta (AF0069), t-MEK1/2 (AF1057),p-MEK1 (AF1786), t-ERK1/2 (AF1051), p-ERK1/2 (AM071) (Beyotime Biotechnology, Shanghai, China), and MACC1 (86,290 s), MMP9 (13,667 s), Wnt3a (2391s), p-LRP6 (2568s), LRP6 (3395s) (Cell Signaling, Danvers, USA). Total protein was collected by RIPA buffer (Beyotime Biotechnology, Shanghai, China) containing proteinase inhibitor, equal amount of protein (50 μg per lane) was used to perform 8--10% SDS-PAGE separation and immunoblot as described previously \[[@CR23]\].

Dual-luciferase reporter assay {#Sec9}
------------------------------

Wild type and mutant type MACC1 3'UTR binding sites of hsa-miR-338-3p were cloned into pMIR-GLO™ Dual-Luciferase miRNA Target Expression Vector (Promega, Madison, WI, USA) by RiboBio (Guangzhou, China). OVCAR3 and OVCAR8 cells were planted into 96-well plate in triplicate for 24 h, and co-transfected with wild type or mutant type MACC1 3'UTR vectors together with miR-338-3p overexpression or control lentivectors. After incubation for another 48 h, luciferase activities were measured using dual-luciferase reporter assay system (Promega, Madison, WI, USA) following the manufacturer's protocol. Renilla luciferase activities were used as normalization.

MTT assay {#Sec10}
---------

Planted 1 × 10^4^ cells per well into 96-well plates, five duplicate wells were set up for each group. Cultured cells continuously for 3 days, added 20 μl MTT reagent (5 mg/mL, Sigma, St. Louis, USA) into each well, incubated for another 4 h then aspirated former medium and added 150 μl DMSO. The absorbances of sample were measured by Microplate spectrophotometer (Thermo, Spectronic, Madison, WI, USA) at 492 nm.

Cell colony formation assay {#Sec11}
---------------------------

Cells (300 per well) were plated into 6-well plate in triplicate for 10 days culturation, stained cells with 0.1% Crystal Violet after fixation in methanol for 20 min, and cell colonies with more than 50 cells were counted using Image J software.

Cell migration assay {#Sec12}
--------------------

Cells were pretreated with serum free medium for 24 h, 3 × 10^5^ cells in 300 μl serum free medium were added into the upper transwell chamber (BD Falcon, San Jose, CA). 700 μl medium with 10% FBS was added into each well where the chambers were inserted. After incubation for another 16 h, the chamber membranes were fixed with methanol for 20 min and stained with crystal violet for 15 min. Cells on the lower membranes in at least three different fields were counted under 10× magnification.

Cell invasion assay {#Sec13}
-------------------

Except for the following steps, other processes were the same as the transwell migration assay. Chambers used for invasion assay were precoated with Matrigel (BD BioCoat), cells were incubated for another 36 h after planting,and the transwell inserts were stained by H&E method.

Mouse xenograft model {#Sec14}
---------------------

Animal experiment protocols were approved by the ethics committee of the first affiliated hospital of Zhengzhou University. Eight two-month-old female NOG(NOD.Cg-Prkdc^scid^Il2rg^tm1Sug^/JicCrl)mice (Charles River, Beijing, China) were randomly divided into two groups with four mice in each group. Control and stable miR-338-3p overexpression lentivectors transfected OVCAR-8 cells (1 × 10^6^ cells in 10 μl PBS per mouse) labeled with luciferase lentivectors were injected into the left ovary after Isoflurane inhalation anesthesia. Tumor initiation and progression were monitored once a week using an IVIS Spectrum system (Xenogen, Caliper Life Sciences). All mice were sacrificed at the fourth week after cell inoculation.

Immunohistochemistry {#Sec15}
--------------------

Xenograft tumor tissues were fixed in formalin, embedded in paraffin and sectioned at 3 μm for immunohistochemistry assay. Expressions of MACC1, Met, PCNA, E-cadherin and Catenin beta were detected by broad spectrum immunohistochemistry SP kit and metal enhanced DAB substrate kit (Solarbio, Beijing, China) following manufacture's protocol. Protein relative positive ratios were measured by Image J software in at least three independent fields.

Statistical analysis {#Sec16}
--------------------

Significant differences were determined with one-way analysis of variance (one-way ANOVA) and Student's t-test by SPSS 21.0 and GraphPad Prism 7.0 software packages, data were presented as mean ± SD. *P*-values less than 0.05 were regarded as statistically significant, while the values ^\*\*^ *P* \< 0.01 and ^\*\*\*^ *P* \< 0.001 were considered to indicate increased statistical significance.

Results {#Sec17}
=======

miR-338-3p was downregulated in ovarian cancer tissues and could target MACC1 {#Sec18}
-----------------------------------------------------------------------------

The expression profiles of miR-338-3p in ovarian cancer queried in multiply biomedical databases well confirmed to our previous report \[[@CR14]\]. Compared to 7 cases normal fallopian samples, miR-338-3p and other 174 miRNAs were decreased in 114 high-grade and advanced stage epithelial ovarian, primary peritoneal or fallopian tube serous carcinoma tissue samples detected by whole-genome characterization assay (Fig. [1](#Fig1){ref-type="fig"}a). In three independent TCGA cohort data with total 1680 ovarian serous adenocarcinoma tissue samples, most samples could not detect miR-338-3p alteration, 4 cases detected deep deletions, and only 69 cases detected amplifications, which also showed an expression profile negative related to MACC1 (Fig. [1](#Fig1){ref-type="fig"}b,c). Down-regulations of miR-338-3p in ovarian cancer tissues were also detected in OncomiR database (Fig. [1](#Fig1){ref-type="fig"}d). These data showed expression profile of miR-338-3p was downregulated in ovarian cancer tissues. Fig. 1Expressions of miR-338-3p in ovarian cancer tissues and possible target genes queried by multiply biomedicial databases. **a** Differential expression profile of miR-338-3p in cancer vs normal tissues shown in dbDEMC database; **b** Expressions of miR-338-3p and MACC1 in three TCGA cohorts indicated by cBioPortal database; **c** Alteration frequency of miR-338-3p in three TCGA cohorts unfolded by cBioPortal database; **d** Serveral cancer related miRNAs expression profiles in human cancers explored in OncomiR database; **e** Target genes of miR-338-3p with strong supports showed by miRTargetLink database; **f** Venn diagram for target genes of miR-338-3p infiltered by TargetScan Human, microT-CDS, miRpathDB and miRTarBase databases interactive verification; **g** Input informations (Additional file [2](#MOESM2){ref-type="media"}) and output results of Venn diagram producer

MACC1 was 1 of 15 target genes of miR-338-3p with strong support showed by miRTargetLink database (Fig. [1](#Fig1){ref-type="fig"}e). Based on multiply database interactive verification, miR-338-3p could bind to the 3′- UTRs of MACC1 and MACC1 was one of downstream target genes of miR-338-3p (Fig. [1](#Fig1){ref-type="fig"}f,g, Additional file [2](#MOESM2){ref-type="media"}) which was also demonstrated by several independent reports in different cancer cells using dual-luciferase reporter assay or biotin-avidin pull-down assay \[[@CR24]--[@CR29]\]. Therefore, MACC1 should be one of downstream target genes of miR-338-3p.

miR-338-3p could regulate met, Wnt/catenin beta and MEK/ERK pathways {#Sec19}
--------------------------------------------------------------------

Indicated by mir-Tar-pathway analysis in ENCORI database, miR-338-3p could regulate 328 genes of KEGG pathways in cancer (log10 FDR: − 9.52602, log10 *p* value: − 11.79554), including MET, WNT3A, CTNNB1 (Catenin beta), MAP2K1 (MEK1), MAP2K2 (MEK2), MAPK1 (ERK2), MAPK3 (ERK1), MMP2, MMP9 and CDH1 (E-cadherin). When referred to rna-Tar-pathway analysis, MET could regulate 75 genes of KEGG adherens junction pathways (log10 FDR: − 1.65161, log10 *p* value: − 3.23139), including MAPK1 (ERK2), MAPK3 (ERK1), CTNNB1 (Catenin beta) and CDH1 (E-cadherin). More detail data were shown in Additional file [1](#MOESM1){ref-type="media"}. These data indicated miR-338-3p could regulate Met, Wnt/Catenin beta and MEK/ERK pathways.

miR-338-3p was decreased in ovarian cancer cells {#Sec20}
------------------------------------------------

To confirm the expression profiles in ovarian cancer tissues, expressions of miR-338-3p were examined in different ovarian cancer cells by real time PCR in present study. Compared to normal ovary epithelial cells, downregulated miR-338-3p was detected in ovarian cancer SKOV3, OVCAR3, A2780 and OVCAR8 cells (Fig. [2](#Fig2){ref-type="fig"}a) which indicated the expression profile of miR-338-3p was also decreased in ovarian cancer cells. Fig. 2Expressions of miR-338-3p in different ovarian cancer cells and confirmation of lentivectors transfection. **a** Expressions of miR-338-3p in normal ovary epithelial cells and different ovarian cancer cells examined by RT-PCR; **b** Expressions of miR-338-3p in blank, control and miR-338-3p overexpression lentivectors transfected OVCAR3 and OVCAR8 cell examined by RT-PCR; **c** Expressions of MACC1 and Met in blank, control and MACC1 overexpression lentivectors transfected OVCAR3 and OVCAR8 cell examined by western blot; **d** Expressions of MACC1 and Met in blank, control and Met overexpression lentivectors transfected OVCAR3 and OVCAR8 cell examined by western blot; **e** The wild type (Wt) MACC1 3′-UTR sequences and binding sites to miR-338-3p, and the mutant type (Mut) MACC1 3′-UTR sequences; **f** Relative luciferase activities measured by dual-luciferase reporter assay in OVCAR3 and OVCAR8 cells; **g** Expressions of MACC1 and Met in blank, control and miR-338-3p overexpression lentivectors transfected OVCAR3 and OVCAR8 cell examined by western blot

Confirmation of lentiviral vectors transfection effects in ovarian cancer cells {#Sec21}
-------------------------------------------------------------------------------

Before malignant behavior assay, lentivectors transfection consequences were confirmed firstly. After 72 h puromycin treatment, total mRNA and protein of stable transfection cells were isolated for analysis. Compared to blank cells and control lentivectors transfected cells,levels of miR-338-3p were significantly upregulated after overexpression vectors transfection (Fig. [2](#Fig2){ref-type="fig"}b). Furthermore, MACC1 and Met overexpression lentivectors transfection effectively elevated MACC1 and Met levels in ovarian cancer cells respectively (Fig. [2](#Fig2){ref-type="fig"}c, d).

miR-338-3p could directly target MACC1 in ovarian cancer cells {#Sec22}
--------------------------------------------------------------

To confirm the direct interaction between miR-338-3p and MACC1, we performed dual-luciferase reporter assay following co-transfection wild type and mutant type MACC1 3′-UTR vectors with miR-338-3p overexpression or control lentivectors (Fig. [2](#Fig2){ref-type="fig"}e) in ovarian cancer cells. In OVCAR3 and OVCAR8 cells, lower luciferase activities were observed in wild type MACC1 3′-UTR and miR-338-3p overexpression vectors co-transfected cells compared with mutant type, which indicated mutation of the target site in the MACC1 3′-UTR abolished the inhibition of luciferase activity by miR-338-3p (Fig. [2](#Fig2){ref-type="fig"}f). Furthermore, expressions of MACC1 and Met were obviously downregulated after miR-338-3p overexpression in ovarian cancer cells (Fig. [2](#Fig2){ref-type="fig"}g). Therefore, our data confirmed that MACC1 was one directly target gene of miR-338-3p in ovarian cancer cells.

Restoration of miR-338-3p inhibited the proliferation of ovarian cancer cells {#Sec23}
-----------------------------------------------------------------------------

Cell proliferation OD values and cell colony numbers decreased after miR-338-3p restoration in ovarian cancer cells. MACC1 or Met overexpression could increase cell proliferation OD values and cell colony numbers, but those proliferation promotive effects could be attenuated by miR-338-3p overexpression, at least partially (Fig. [3](#Fig3){ref-type="fig"}), which showed miR-338-3p could inhibit the proliferation of ovarian cancer cells induced by MACC1 and Met overexpression. Fig. 3Restoration of miR-338-3p inhibited the proliferation of ovarian cancer cells. Cell proliferation detected by MTT assay **a** and colony formation assay **b** in control, miR-338-3p overexpression, MACC1 overexpression, Met overexpression, miR-338-3p overexpression + MACC1 overexpression and miR-338-3p overexpression + Met overexpression lentivectors transfected OVCAR3 and OVCAR8 cells respectively

Restoration of miR-338-3p suppressed the migration and invasion of ovarian cancer cells {#Sec24}
---------------------------------------------------------------------------------------

Compared to control cells, decreased migration and invasion cell numbers were observed in transwell assay after rescue of miR-338-3p. MACC1 or Met overexpression could increase migration and invasion cell numbers, which also could be restrained following miR-338-3p overexpression (Fig. [4](#Fig4){ref-type="fig"}). Weakened aggressive cell phenotypes were also observed in miR-338-3p restoration cells (Fig. [5](#Fig5){ref-type="fig"}) in vitro. These data indicated miR-338-3p could suppress the migration and invasion abilities of ovarian cancer cells. Fig. 4Restoration of miR-338-3p suppressed the migration and invasion of ovarian cancer cells. Cell migration **a** and invasion **b** examined by transwell assay in control, miR-338-3p overexpression, MACC1 overexpression, Met overexpression, miR-338-3p overexpression + MACC1 overexpression and miR-338-3p overexpression + Met overexpression lentivectors transfected OVCAR3 and OVCAR8 cells respectively Fig. 5Restoration of miR-338-3p attenuated cell aggressive phenotypes in ovarian cancer cells. About 1 × 10^3^ cells per well were seeded into 6-well plate and cultured with 10% FBS for 48 h, cell phenotypes were captured under 40× magnification using a Nikon digital inverted microscope

Restoration of miR-338-3p repressed xenograft tumor growth and metastasis {#Sec25}
-------------------------------------------------------------------------

Before ovarian cancer cells inoculated mice sacrifice, the intensities of luminescence were measured for the last time. Compared to control cells induced tumors, the intensities of luminescence in miR-338-3p overexpression cells induced xenograft tumor were obviously decreased (Fig. [6](#Fig6){ref-type="fig"}a), as well as the tumor weights (Fig. [6](#Fig6){ref-type="fig"}b), which showed miR-338-3p enabled an inhibitory effect on the ovarian cancer cells induced tumor growth. Attenuated aggressiveness and metastasis of ovarian cancer cells were also observed in the ovary, liver and spleen tissue H&E staining sections of miR-338-3p restored mice tumors (Fig. [6](#Fig6){ref-type="fig"}c). These data suggested miR-338-3p could repress the growth and metastasis of ovarian cancer cell xenograft tumors. Fig. 6Restoration of miR-338-3p repressed xenograft tumor growth and metastasis. **a** The intensities of luminescence in control and miR-338-3p overexpression OVCAR8 cells induced mice xenograft tumors; **b** The weights of sacrificed mice left ovary xenograft tumors; **c** Xenograft tumor and metastasis tumor observed in the ovary, liver and spleen tissue H&E staining sections from mice xenograft model

Restoration of miR-338-3p restrained MACC1 and met induced proliferation and EMT in vitro {#Sec26}
-----------------------------------------------------------------------------------------

Furthermore, we explored the possible mechanism of miR-338-3p induced inhibition of ovarian cancer cells growth and metastasis. Due to the recovery of miR-338-3p expression, MACC1 and Met expressions were downregulated in ovarian cancer cells. Upregulations of MACC1 or Met induced by MACC1 or Met overexpression lentivectors transfection could be attenuated when transfected miR-338-3p overexpression lentivectors simultaneously into ovarian cancer cells (Fig. [7](#Fig7){ref-type="fig"}a-b). Cell proliferation and EMT related proteins were also measured to explore the roles of miR-338-3p in cell proliferation and EMT. After restoration of miR-338-3p, expressions of PCNA, MMP2 and MMP9 (also two target genes of miR-338-3p indicated by miRTargetLink database, Fig. [1](#Fig1){ref-type="fig"}e) were downregulated, as well as the expressions of N-cadherin, Vimentin and Catenin beta, while expressions of E-cadherin and Cytokeratin7 were upregulated. Furthermore, MACC1 or Met overexpression could induce downregulations of E-cadherin and Cytokeratin7, and upregulations of PCNA, MMP2, MMP9, N-cadherin, Vimentin and Catenin beta, but could be attenuated by the restoration of miR-338-3p (Fig. [7](#Fig7){ref-type="fig"}a-d). Therefore, miR-338-3p could restrain the proliferation and EMT of ovarian cancer cells induced by MACC1 and Met overexpression. Fig. 7Restoration of miR-338-3p restrained growth, EMT, Wnt and MEK signaling in vitro. **a-d** Expressions of MACC1, Met, proliferation related marker PCNA, and EMT related markers E-cadherin and Cytokeratin7, N-cadherin, Vimentin, Catenin beta, MMP2 and MMP9 in control, miR-338-3p overexpression, MACC1 overexpression, Met overexpression, miR-338-3p overexpression + MACC1 overexpression and miR-338-3p overexpression + Met overexpression lentivectors transfected OVCAR3 and OVCAR8 cells respectively. **e-h** Activities of Wnt/Cadherin beta and MEK/ERK pathways examined by western blot in different groups, Wnt signaling inhibitor (30 μM IWP-2) and MEK signaling inhibitor (1 μM UO126) were used to treat control, MACC1 overexpression and Met overexpression cells for 24 h as a positive control

Restoration of miR-338-3p inhibited the activities of Wnt and MEK signaling induced by MACC1 or met overexpression in vitro {#Sec27}
---------------------------------------------------------------------------------------------------------------------------

Based on KEGG pathway assay, we detected the activities of canonical Wnt/Catenin beta and MEK/ERK pathways. As consequences of MACC1 or Met overexpression, levels of Wnt3a and p-LRP6, p-MERK1/2 and p-ERK1/2 were elevated, which could be attenuated by Wnt signaling inhibitor IWP-2 and MEK signaling inhibitor UO126 treatment respectively. Similar inhibitory effects were observed in control, MACC1 and Met overexpressed ovarian cancer cells following miR-338-3p restoration, which indicated miR-338-3p could attenuate MACC1 or Met induced Wnt and MEK signaling activities, at least in partially (Fig. [7](#Fig7){ref-type="fig"}e-h).

Restoration of miR-338-3p suppressed proliferation, EMT, Wnt and MEK signaling in vivo {#Sec28}
--------------------------------------------------------------------------------------

Total mRNA and protein from xenograft tumor tissues were also extracted after animal sacrifice. Upregulations of miR-338-3p, E-cadherin and Cytokeratin7, downregulations of MACC1, Met, PCNA, MMP2, MMP9, N-cadherin, Vimentin, Catenin beta, p-MEK1/2, p-ERK1/2, Wnt3a and p-LRP6 were detected respectively in miR-338-3p restoration cells injected mice tumor tissues compared to control cells injected mice tumor tissues (Fig. [8](#Fig8){ref-type="fig"}a-e). Expressions of MACC1, Met, PCNA, E-cadherin and Catenin beta in xenograft tumors were also confirmed by tissue section immunohistochemistry assay (Fig. [8](#Fig8){ref-type="fig"}f). These data suggested miR-338-3p could suppress the proliferation, EMT, Wnt and MEK signaling in xenograft tumor tissues. Fig. 8Restoration of miR-338-3p suppressed growth, EMT, Wnt and MEK signaling in vivo. **a**-**e** Total mRNA and protein samples isolated from every xenograft mouse tumor were used to perform RT-PCR and western blot assay; **f** Expressions of MACC1, Met, PCNA, E-cadherin and Catenin beta in xenograft tumor tissue sections were measured by immunohistochemistry method respectively

Discussion {#Sec29}
==========

Based on the progresses of understanding the biology of human cancer, other well-known human cancer hallmarks are considered to collaborate to ensure tumor cells growth and metastatic dissemination \[[@CR1]\]. Endless proliferation enables enough cell numbers to escape from the elimination of the body protection systems, and distant metastasis not only bases on enough cancer cell numbers but also provides new places for malignant cell growth. Both the two aggressive behaviors distinctively characterize cancer cells different with normal cells. When refers to ovarian cancer, malignant growth to distant metastasis to cytoreductive surgery to resurrected growth to uncontrollable metastasis seems to be a lethal cycle suffered most of ovarian cancer patients, especially for advanced stage strugglers. In past decades, many progresses have been observed in the biology research of ovarian cancer, including growth, apoptosis, autophagy, invasion, metastasis, metabolism, and angiogenesis \[[@CR30], [@CR31]\]. However, the molecular mechanisms underlying aggressive growth and metastasis of ovarian cancer cells still need further study.

Non coding RNAs, including long non coding RNAs and short non coding RNAs, are proved to involve in many biology of normal and cancer cells \[[@CR32], [@CR33]\]. Short non coding RNAs contain microRNAs (miRNAs), small interference RNAs (siRNAs) and PIWI protein binding RNAs (piRNAs) \[[@CR34]\]. MiRNAs could play crucial roles as oncogene or antioncogene in human cancers. MiRNAs regulated cancer related growth, metabolism, genomic stability, apoptosis, epithelial to mesenchymal transition (EMT), tumor cell microenvironment and angiogenesis have been well demonstrated \[[@CR35], [@CR36]\]. Recently, decreased levels of miR-338-3p were observed in breast cancer, gastric cancer and esophageal squamous cell carcinoma compared to normal tissues, positively related with overall survival, and could serve as a poor prognostic marker, which indicated miR-338-3p might play as tumor suppressor in those malignant tumors \[[@CR37]--[@CR39]\]. Our previous report indicated miR-338-3p was downregulated in epithelial ovarian cancer tissues and was negatively correlated with MACC1 expression \[[@CR14]\], but those results were observed from small enrolled patient numbers and single center cohort study. Thence, expression profile of miR-338-3p in ovarian cancer tissues still needs to be confirmed by other independent researches with large enrolled patient numbers. In present study, biomedical databases containing different independent cohorts with large enrolled patient numbers were queried to confirm the expression profile of miR-338-3p in ovarian cancer tissues. In the other hand, we also detected lower levels of miR-338-3p in ovarian cancer cells than normal ovary cells, which also were confirmed by other two independent studies \[[@CR12], [@CR13]\]. Therefore, the expression profiles of miR-338-3p in ovarian cancer tissues and cancer cells were all downregulated, which indicated miR-338-3p might play an antitumor role in ovarian cancer.

Commonly, miRNAs were considered to bind to downstream target genes and inhibit gene transcription or induce gene degradation \[[@CR40]\]. Multiply biomedical databases query and previous reports showed miR-338-3p could directly bind to MACC1 and inhibit MACC1 in different human cancer cells, which also was confirmed in present study by dual-luciferase reporter assay and western blot assay in ovarian cancer cells. Those results indicated that miR-338-3p could bind to and regulate MACC1 gene in ovarian cancer cells.

To examine the effects of miR-338-3p on the growth and metastasis of ovarian cancer cells, we overexpressed miR-338-3p in ovarian cancer OVCAR3 and OVCAR8 cells. Inhibition of proliferation, migration and invasion were observed following miR-338-3p restoration in vitro, which indicated miR-338-3p could suppress the growth and metastasis of ovarian cancer cells in vitro.

To explore the possible mechanism underlying miR-338-3p regulated growth and metastasis of ovarian cancer cells, we focused on MACC1, Met and its downstream signaling pathway. MACC1 were closely related to the invasion and metastasis, could be used as a prognostic marker for advanced colon cancer, gastric cancer, lung cancer and hepatocellular carcinoma, which also was proved in our previous reports in ovarian cancer \[[@CR41]--[@CR45]\]. MACC1 can regulate the expression of Met by binding to the sp1 site, which is about 60 bp upstream of the MET gene promoter \[[@CR46], [@CR47]\]. Met is the key factor of HGF/Met signaling, which is the most important regulator of EMT \[[@CR48]\]. HGF/Met signaling can induce stromal cells to disrupt cell-cell junctions, expose extracellular matrix, and promote growth, adhesion, migration, invasion and vascular endothelial cell growth of various malignant tumor cells, including ovarian cancer \[[@CR49]\]. We found that MACC1 and Met was downregulated after miR-338-3p restoration, and miR-338-3p could attenuate the proliferation, migration and invasion induced by MACC1 or Met overexpression in present study, which might due to the inhibition of MACC1 by miR-338-3p and direct regulation of Met by miR-338-3p.

EMT can reduce the adhesion between cells and increase cells motility and invasiveness, and EMT also is demonstrated to paly crucial roles in the invasion and metastasis of ovarian cancer and many other human cancers \[[@CR50]\]. Human cancer related EMT is characterized with upregulation of the enzymes that decompose the extracellular matrix (such as MMPs) and mesenchymal markers (including Vimentin, Catenin beta and N-cadherin), and downregulation of epithelial markers (including E-cadherin and Cytokeratin7) \[[@CR51]\]. PCNA usually serves as a canonical proliferation marker. Furthermore, downregulation of E-cadherin is considered as a hallmark of EMT \[[@CR52]\]. Following restoration of miR-338-3p, PCNA, MMP2, MMP9, N-cadherin, Catenin beta and Vimentin were decreased, while E-cadherin and Cytokeratin7 were increased shown in our present data. MACC1 and Met overexpression induced upregulation of PCNA, MMP2, MMP9, N-cadherin, Catenin beta and Vimentin and downregulation of E-cadherin and Cytokeratin7 could be reversed by miR-338-3p, at least in partially. These data indicated that overexpression of miR-338-3p could suppress the proliferation and EMT induced by MACC1 and Met overexpression in ovarian cancer cells.

Malignant growth and metastasis involve in many intricate and detailed signaling transductions in cancer cells. Once Met is activated, it can transmit extracellular signals to activate many intracellular pathways, including MAPK, EGFR, VEGF and PI3K signaling pathways, and participate in many physiological and pathological processes such as cell proliferation, apoptosis, migration and invasion \[[@CR53]\]. We previously reported MACC1 might regulate MEK/ERK pathway to involve in the invasion and metastasis of ovarian cancer cells \[[@CR41]\]. Aberrant activation of canonical Wnt/Catenin beta pathway was also closely related with the proliferation, differentiation, motility, invasion and metastasis of normal and malignant tumor cells \[[@CR54]\]. Wnt3a as a Wnt ligand is a main member of Wnt family, and p-LRP6 function as co-receptors for Wnt family and are required for the activation of canonical Wnt/Catenin beta signaling pathway \[[@CR55]\]. Besides the KEGG pathway analysis results, our western blot data also showed expressions of Catenin beta and activities of Wnt/Catenin beta and MEK/ERK pathways in ovarian cancer cells, as well as MACC1 or Met upregulation induced expressions of Catenin beta and activities of Wnt/Catenin beta and MEK/ERK pathways in ovarian cancer cells, could be suppressed by miR-338-3p upregulation, which indicated that miR-338-3p could attenuate MACC1 or Met induced Wnt/Catenin beta and MEK/ERK signaling activities in ovarian cancer cells.

We also using xenograft mouse model to confirm the data explored in vitro. Upregulation of miR-338-3p could inhibit the xenograft tumor growth and metastasis in vivo. Decreased PCNA, MMP2, MMP9, Vimentin, Catenin beta and N-cadherin, increased E-cadherin and Cytokeratin7, and decreased activities of Wnt/Catenin beta and MEK/ERK pathways could be detected in miR-338-3p overexpression lentivectors transfected xenograft tumor tissues. These data indicated miR-338-3p could suppress the growth and metastasis of ovarian cancer cells via MACC1 and Met regulated Wnt/Catenin beta and MEK/ERK pathways in vivo.

Conclusions {#Sec30}
===========

Taken together, using database query and in vivo and in vitro assay, our study showed restoration of miR-338-3p could suppress the growth and metastasis of ovarian cancer cells in vitro and in vivo, which was implicated in MACC1 and Met regulated Wnt/Catenin beta and MEK/ERK pathways. ~~and o~~Our data might be helpful to elaborate the complicate molecular mechanisms and explore new therapy strategies for the ovarian cancer. However, the present study only investigated few parts of the regulation mechanisms of ovarian cancer malignant behaviors, further studies about the relations between miRNAs and malignant growth and metastasis of ovarian cancer still need to be performed.
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**Additional file 1.** KEGG Pathways Enrichment Analysis results. **Additional file 2.** Target genes of miR-338-3p predicted by biomedical database.

ATCC

:   American Type Culture Collection

CCTCC

:   China Center for Type Culture Collection

EMT

:   Epithelial to mesenchymal transition

FBS

:   Fetal bovine serum

GAPDH

:   Glyceraldehyde 3-phosphate dehydrogenase

KEGG

:   Kyoto Encyclopedia of Genes and Genomes
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:   MET transcriptional regulator MACC1

miR-338-3p

:   MicroRNA-338-3p
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UTRs
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